A Bartonella sp. was isolated from sheep blood. Bacterial identifi cation was conducted by using electron microscopy and DNA sequencing of the 16S rRNA, citrate synthase, ribofl avin synthase, and RNAase P genes. To our knowledge, this is the fi rst report of ovine Bartonella infection.
B). Flagella were not observed. Growth was not detected after transfer of colonies to Columbia blood agar and several other available diagnostic media that contained blood products (e.g., chocolate agar, Centers for Disease Control and Prevention anaerobe agar, Bordet-Gengou agar, Mycoplasma agar, and hemin-supplemented thioglycolate medium). Colony transfer to Columbia blood agar plates that were fi rst overlaid with sheep blood (from a presumed uninfected lot) resulted in only 2 or 3 colonies. Repeat cultures from lot 1 showed a 97% reduction in colony numbers after 37 days of storage and no growth in samples after 72 days of storage. PCR was performed as described (6) (7) (8) by using template DNA obtained from a representative colony from each lot. PCR products from the lot 1 isolate (SB1) and lot 2 isolate (SB 2) had identical DNA sequences (sequencing performed at the University of Tennessee Core DNA Sequencing Facility). Phylogenetic trees of Bartonella spp. based on individual 16S rRNA, citrate synthase (gltC) and ribofl avin synthase (ribC) sequence alignments showed greatest similarity to Bartonella melophagi (Figure 2 ). 
Conclusions
The source of Bartonella sp. was likely intrinsic contamination from bacteremia in donor sheep. Blood was obtained from multiple live sheep with sterile, closed blood collection systems and from venipuncture sites that were prepared by shearing and treatment with antiseptics. Each 5-L lot (1 L/sheep) was pooled and prepared for sale in a separate, clean, well-equipped laboratory facility. Histories of sheep were not determined. Young age (9) and contact with wildlife (2) or cross-species vectors (5) may increase the risk for Bartonella infection in sheep.
Arthropod vectors often transmit Bartonella infections. Melophagus ovinus, commonly called a sheep ked, is a hemophagous ectoparasite of sheep (5) . The organism from which DNA sequence of a 16S rRNA gene was isolated was an uncultured bacterial endosymbiont of sheep keds initially called W. melophagi. However, taxonomists now agree that the organism from which the original sequence came should be removed from the genus Wolbachia and placed in the genus Bartonella (5). On the basis of DNA sequence data, candidate status was proposed for the new species B. melophagi (M. Vayssier-Taussat, L. Halos, H.-J. Bouluis, unpub. data, available from www.ncbi.nlm. gov/taxonomy/browser/wwwtaxcgi?id = 291176). An organism with DNA sequence matching that of B. melophagi was recently isolated from a sheep ked (M.Y. Kosoy, K.W. Sheff, A.I. Irkhin, unpub. data, available from www.ncbi. nlm.gov/taxonomy/browser/wwwtax.cgi?id = 291176).
Sheep blood is often used in the laboratory with the expectation that it is free of bacteria. However, routine animal health surveillance and quality control procedures may fail to detect Bartonella spp. Optimal growth conditions for this organism are unknown. In this study, growth was only observed in fresh sheep blood. We were unable to obtain suffi cient growth after in vitro passage for further phenotypic characterization. A novel liquid culture medium that supported growth of Bartonella spp. also used fresh, defibrinated sheep blood as a growth supplement (10) 
